Background: Metabolic syndrome (coexisting visceral obesity, dyslipidemia, hyperglycemia, and hypertension) is a prominent risk factor for cardiovascular morbidity and mortality, however, its effect on cardiac gene expression pattern is unclear. Therefore, we examined the possible alterations in cardiac gene expression pattern in male Zucker Diabetic Fatty (ZDF) rats, a model of metabolic syndrome.
Introduction
It is well established that metabolic syndrome is a major risk factor for cardiovascular diseases [1] [2] [3] [4] . Metabolic syndrome is defined as the coexistence of visceral obesity, dyslipidemia, hyperglycemia, and hypertension [5, 6] . Most individuals with metabolic syndrome have abdominal obesity and develop insulin resistance, therefore the prevalence of metabolic syndrome and pre-diabetes overlap [7, 8] . In addition, metabolic syndrome can be considered as a direct precursor state of diabetes mellitus type 2 [7, 9] and cardiovascular diseases [7, 10] . Moreover, the efficacy of cardioprotective interventions (i.e. pre-and postconditioning) seems to be diminished in the presence of pathological conditions associated with metabolic syndrome [11] [12] [13] such as obesity [14] , diabetes [15] [16] [17] [18] or dyslipidemia [19, 20] . Metabolic syndrome affects a large population including all ages from children to elderly and both sexes worldwide [21] [22] [23] . According to the Third National Health and Nutrition Examination Survey (NHANES III) criteria, about 47 million people (approximately 24% of the US adult population) had metabolic syndrome in the USA in 2002 [24] . Its prevalence is raising both in developed [21, 24] , and in developing countries [21, 24] . In addition, patients suffering from metabolic syndrome have an approximate 5-fold increase in diabetes risk compared with persons without metabolic syndrome [7, 25] . The effect of metabolic syndrome on gene expression pattern in various tissue types has been investigated in a few studies. In insulin sensitive tissues (liver, skeletal muscle and adipose tissue) [26] and pancreatic β-cells [27] obtained from the wellknown metabolic syndrome model (Zucker Diabetic Fatty rat, ZDF), altered gene expression pattern were shown when compared to their controls. However, the effect of metabolic syndrome on the gene expression pattern of the heart has not been investigated yet.
Therefore, our aim was in the present study to investigate the effect of metabolic syndrome on cardiac gene expression pattern in male ZDF rats.
Materials and methods
This investigation conforms to the National Institutes of Health Guide for the Care and Use of Laboratory Animals (NIH Pub. No. 85-23, Revised 1996) and was approved by the Animal Research Ethics Committee of the University of Szeged.
Male Zucker Diabetic Fatty (ZDF/Gmi-fa/fa) rats and their lean controls were obtained from Charles River Laboratories at the age of 5 weeks and were housed at 22±2°C with a 12:12-h light-dark cycle. The rats received Purina 5008 chow and water ad libitum for 20 weeks after their arrival.
The Zucker diabetic fatty (ZDF) rat with a point mutation in the leptin receptor is a recognized model of obesity, hyperlipidemia, hyperglycemia and hypertension [28] [29] [30] . In the present study, only male rats were used, since female ZDF rats are less prone to the development of metabolic syndrome [31, 32] . Male ZDF rats develop an agedependent obese and hyperglycemic phenotype at 10-12 weeks of age accompanied by a metabolic state of obesity, dyslipidemia, hyperinsulinemia and insulin resistance [33, 34] which develops to a hyperglycemic insulin-deficient state [33] . The metabolic features manifested in this animal model are in many ways similar to the pathogenesis of metabolic syndrome in humans [33, 35] . Therefore, the ZDF rat is an ideal model for investigation of cardiac gene expression pattern changes related to human metabolic syndrome.
Experimental setup
Body weight, serum glucose, insulin, cholesterol and triglyceride levels and homeostasis model assessmentestimated insulin resistance (HOMA-IR) were determined at 6, 16 and 25 weeks of age in order to monitor the basic parameters of glucose and lipid metabolism and insulin resistance in ZDF and lean rats ( Figure 1 ). Oral glucose tolerance test (OGTT) was performed at week 16 and 25 in order to further characterize glucose homeostasis in ZDF and lean rats (Figure 1 ). At 25 weeks of age, rats were anaesthetized using diethyl ether. Hearts and pancreata were isolated (Figure 1 ), and then hearts were perfused according to Langendorff as described earlier [36] . After 10 min perfusion ventricular tissue was frozen and stored at -80°C until DNA microarray investigation and gene expression analysis ( Figure 1 ). To validate the wellknown nitrosative stress-inducing effect of metabolic syndrome on the heart, frozen ventricular tissue was used for determination of cardiac free 3-nitrotyrosine level ( Figure 1 ).
Serum glucose level measurements and OGTT
Rats were fasted overnight (12 h) prior to serum glucose level measurements (week 6, 16 and 25) and OGTTs (week16 and 25) to verify the development of hyperglycemia as a diagnostic criterion of metabolic syndrome. Blood samples were collected from the v. saphena. Blood glucose levels were measured using AccuCheck blood glucose monitoring systems (Roche Diagnostics Corporation, USA, Indianapolis). In case of OGTT, after the measurement of baseline glucose concentrations, a standard dose of glucose (1.5 g/kg body weight) was administered per os via gavage and plasma glucose levels were checked 30, 60 and 120 minutes later. Area under the curve values for OGTT was also calculated.
Measurement of serum and pancreatic insulin levels
Serum and pancreatic insulin levels were measured by an enzyme immunoassay (Mercodia, Ultrasensitive Rat Insulin ELISA) in order to verify the development of hyperinsulinemia and decreased pancreatic insulin content as a consequence of beta cell damage in metabolic syndrome. Insulin ELISA was carried out according to the instructions of the manufacturer from either sera or homogenized pancreatic tissue samples of ZDF and lean control rats. Sera were centrifuged (4500 rpm for 10 min at 4°C) and kept at -20°C until further investigation. Pancreata were removed, trimmed free of adipose tissue and weighed. Pancreata were homogenized in 6 ml cold acidified-ethanol (0.7 M HCl: ethanol (1:3 v/v) with an Ultraturrax homogenizer and were kept at 4°C for 24 h. Then pancreas homogenates were centrifuged (900 g for 15 min at 4°C), and the supernatants were stored at 4°C. The pellet was extracted again with 3 ml acidified ethanol for 24 h at 4°C. The supernatant obtained after centrifugation was pooled with the previous one and kept at -20°C until assayed.
HOMA-IR index
To estimate insulin resistance in ZDF or lean rats the widely used HOMA-IR index was calculated [37] [38] [39] by multiplying fasting plasma insulin (μIU/mL) with fasting plasma glucose (mmol/L), then dividing by the constant 22.5, i.e. HOMA-IR = (fasting plasma insulin concentration×fasting plasma glucose concentration)/22.5.
Measurement of serum lipid levels
Serum cholesterol and triglyceride levels were measured at week 6, 16 and 25 using a test kit supplied by Diagnosticum Zrt. (Budapest, Hungary) as described previously [40] in order to follow up the development of hyperlipidemia which is a diagnostic criterion of metabolic syndrome. A) Figure 1 Experimental protocol (A) Male Zucker Diabetic Fatty (ZDF) rats and their lean controls were followed up from 6 weeks of age until 25 weeks of age. Body weight (BW), serum glucose (Se Glu), insulin (Insulin), cholesterol (Chol) and triglyceride (TG) levels were determined at week 6, 16 and 25. Oral glucose tolerance test (OGTT) was performed at week 16 and 25. At week 25, hearts and pancreata were isolated. Pancreata were frozen and homogenized to measure pancreatic insulin levels. Hearts were perfused according to Langendorff for 10 minutes using Krebs-Henseleit buffer. Then ventricular tissue was frozen and used for DNA microarray analysis and cardiac free 3-nitrotyrosine level measurements. Serum glucose (B, n=6-8) and insulin levels (C, n=6-8), HOMA-IR (D), animal weight (E), serum cholesterol (F, n=6-8) and triglyceride (G, n=6-8) shown at week 6, 16 and 25 in both lean and ZDF rats. Solid line: Lean; dashed line: ZDF. Values are means±SEM, *p<0.05.
Cardiac 3-nitrotyrosine level, an indicator of myocardial nitrosative stress
To verify the well-known increased oxidative/nitrosative stress [41, 42] in the heart in metabolic syndrome, cardiac free 3-nitrotyrosine level, an indirect marker of nitrosative stress, was measured by ELISA (Cayman Chemical) from ZDF and lean control heart tissue samples at week 25 as described earlier [40] . Briefly, supernatants of ventricular tissue homogenates were incubated overnight with antinitrotyrosine rabbit IgG specific to free 3-nitrotyrosine and nitrotyrosine acetylcholinesterase tracer in precoated (mouse anti-rabbit IgG) microplates followed by development with Ellman's reagent. Free nitrotyrosine content was normalized to protein content of the cardiac homogenate and expressed as nanograms per milligram protein [40] .
RNA preparation
Total RNA was purified from whole heart of Zucker Diabetic Fatty (ZDF) and lean control rats (n=6-8 in each group) using an RNA isolation kit (Macherey-Nagel, Düren, Germany). All the preparation steps were carried out according to the manufacturer's instructions. RNA samples were stored at -80°C in the presence of 30 U Prime RNAse inhibitor (Fermentas, Lithuania) untill further analysis. The quantity of isolated RNA samples was checked by spectrophotometry (NanoDrop 3.1.0, Rockland, DE, USA).
DNA microarray analysis
Total RNAs (1 μg) were first reverse transcribed in 10 μl volume using Oligo(dT) Primer and ArrayScript enzyme as described previously [43] . Than the second cDNA strand was synthesized in 50 μl final volume using DNA Polymerase and RNase H. Amino allyl modified aRNA were than synthesized by In Vitro Transcription using aaUTP and T7 Enzyme mix. All these steps were done using AminoAllyl MessageAmpTM II aRNA Amplification Kit (Ambion, USA), according to manufacturer's instructions. Six μg of amino allyl modified amplified RNA were labeled with either Cy5 or Cy3 dyes in 10 μl volume according to the manufacturer's instructions (Ambion, USA), than purified using RNA purification columns (Macherey Nagel, Düren, Germany). Rat microarray of 8-plex format from Agilent Technologies (Palo Alto, CA, USA) was used to determine gene expression changes in the hearts of ZDF rats compared to lean controls. Each matrix contains~15.000 
Quantitative real-time PCR (QRT-PCR)
In order to validate gene expression changes obtained by DNA microarray, QRT-PCR was performed on a RotorGene 3000 instrument (Corbett Research, Sydney, Australia) with gene-specific primers and SybrGreen protocol to monitor gene expression as described earlier [44, 45] . Briefly, 2 μg of total RNA was reverse transcribed using the High-Capacity cDNA Archive Kit (Applied Biosystems Foster City, CA, USA) according to the manufacturer's instructions in a final volume of 30 μL. After dilution with 30 μL of water, 1 μL of the diluted reaction mix was used as template in the QRT-PCR with FastStart SYBR Green Master mix (Roche Applied Science, Mannheim, Germany) with the following protocol: 10 min at 95°C followed by 45 cycles of 95°C for 15 sec, 60°C for 25 sec and 72°C for 25 sec. The fluorescence intensity of SybrGreen dye was detected after each amplification step. Melting temperature analysis was done after each reaction to check the quality of the products. Primers were designed using the online Roche Universal Probe Library Assay Design Center. The quality of the primers was verified by MS analysis provided by Bioneer (Daejeon, Korea). Relative expression ratios were calculated as normalized ratios to rat HPRT, GAPDH and Cyclophyllin genes. Non-template control sample was used for each PCR run to check primer-dimer formation. The final relative gene expression ratios were calculated as delta-delta Ct values. Fold change refers to 2 -ΔΔCt (in the case of up-regulated genes) and -(1/2 -ΔΔCt ) (in the case of down-regulated genes).
Gene ontology (GO) analysis
By using DNA microarrays for transcriptional profiling a large number of genes can be analyzed simultaneously [46] , however, resulting data do not give direct information about biological interaction of the differentially expressed genes. GO analysis is a suitable method for integration genes with pathways and biological interaction networks to detect coordiated changes in functionally related genes. GO analysis was performed using GO/pathway analysis using the open access software DAVID bioinformatics system and database (Database for Annotation, Visualization and Integrated Discovery, http://david.abcc.ncifcrf.gov). The differentially expressed genes were submitted to DAVID bioinformatics system and database to reveal significantly enriched biological functions/pathways.
Statistical analysis
For characterization of the ZDF model and lean controls, all values (body weight, serum glucose, insulin, HOMA-IR, cholesterol and triglyceride levels, pancreas weight and insulin content and myocardial 3-nitrotyrosine levels) are presented as mean±SEM. Significance between groups was determined with two sample t-test. P<0.05 was accepted as a statistically significant difference.
In the microarray experiments, dye swap parallel labeling was applied to eliminate dye induced biases. Biological and technical replica experiments were carried out to gain raw data for statistical analysis. Altogether 4 individual parallel gene activity comparisons were done. Statistical analysis was performed to get reliable data. Using two tailed two sample unequal variance Student t-test, the p-value was determined and used to find the significant gene expression changes. Gene expression ratio with p-value < 0.05 and log2 ratio < -0.75 or log2 ratio > 0.75 (~1.7 fold change) are considered as repression or overexpression respectively in gene activity.
Results

Characterization of metabolic syndrome
In order to verify the development of metabolic syndrome in male ZDF rats, concentrations of several plasma metabolites and body weight were measured at week 6, 16 and 25 ( Figure 1 ). ZDF rats showed a significant rise in serum fasting glucose level starting from week 16 as compared to lean controls ( Figure 1B) . Parallel with hyperglycemia, serum insulin levels were significantly increased in ZDF rats compared to lean ones during the 25 weeks showing the presence of hyperinsulinemia in ZDF animals ( Figure 1C ). However, serum insulin concentration in ZDF rats was significantly lower at week 25 as compared to serum insulin level measured at week 16 indicating beta-cell damage. HOMA IR was significantly higher at week 6, 16 and 25 in ZDF rats when compared to lean controls showing insulin resistance in ZDF animals ( Figure 1D ). Body weight increased throughout the study and was significantly higher in ZDF animals compared to lean ones showing obesity ( Figure 1E ). Both serum cholesterol and triglyceride levels were significantly increased in ZDF rats as compared to lean ones throughout the study duration representing hyperlipidemia ( Figure 1F and 1G). Oral glucose tolerance test (OGTT) was performed at week 16 and 25 in order to verify the development of impaired glucose tolerance in ZDF rats. Glucose levels during OGTTs were markedly increased in ZDF rats in every time point of blood glucose measurements both at weeks 16 and 25 ( Figure 2A-2B) . Area under the curve (AUC) of blood glucose concentration during OGTTs was significantly elevated in ZDF rats at both weeks 16 and 25 (1520±96 vs. 757±13 and 2692±129 vs. 741±21, respectively) representing impaired glucose tolerance. Pancreas weight and pancreatic insulin content were measured at the end of the experiment in order to investigate the severity of diabetes mellitus in ZDF rats. Pancreas weight and pancreatic insulin concentration were significantly decreased in ZDF rats at Figure 3A and 3B). In order to verify the increased oxidative/nitrosative stress in ZDF animals, myocardial 3-nitrotyrosine levels were determined in both groups at week 25. A marker molecule of peroxynitrite, 3-nitrotyrosine level was significantly elevated in the heart of ZDF animals showing increased cardiac oxidative/nitrosative stress ( Figure 4 ).
Gene expression profiles measured using cDNA microarrays and by qRT-PCR
Among the 14921 genes surveyed, 10244 genes were expressed on the cDNA microarray, and 85 genes whose expression was >~1.7-fold up-or down-regulated (log2 ratio <-0.75 or log2 ratio >0.75) in hearts of ZDF rats relative to levels of lean control rats showed significant change in expression. According to our results, 49 genes showed down-regulation (Table 1 ) and 36 genes showed upregulation in hearts of ZDF rats ( Table 2 ). The expression change of selected 23 genes was validated by qRT-PCR (Table 3 and 4), 18 of these 23 genes have been confirmed by qRT-PCR (Table 3) . Most of these genes have not been shown to be involved in the development of cardiovascular complications of metabolic syndrome yet.
Gene ontology analysis
In order to further determine the biological significance and functional classification of differentially expressed genes due to metabolic syndrome, GO analysis was performed (Table 5) . GO is a bioinformatics initiative with the aim of standardizing the representation of genes and gene products providing a controlled and regularly updated vocabulary of terms for gene product characteristics and annotation data. GO analysis is suitable for identifying significantly enriched GO terms related to multiple genes and for discovering enriched functionally related gene groups. A single gene can belong to different categories. Out of the 85 genes significantly altered by metabolic syndrome in our present study, 68 genes with known function were submitted to GO analysis. The rest of the 85 genes were either unknown expressed sequence tags or unrecognized by the GO analysis database. The 68 analyzed genes were classified into three main categories such as (i) cellular metabolic process, (ii) developmental process and (iii) localization including transport (Table 5) .
Discussion
In the present study, our aim was to investigate whether cardiac gene expression is influenced by metabolic syndrome. Here we show several characteristics of metabolic syndrome in 25 weeks old male ZDF rats including obesity, fasting hyperglycemia, hyperlipidemia, hyperinsulinemia, insulin resistance, and impaired glucose tolerance as well as increased cardiac nitrosative stress. In the present study, we demonstrate for the first time in the literature that metabolic syndrome influences cardiac gene expression pattern by altering transcript levels of several genes. We identified 85 genes which were differentially expressed dominantly in the myocardium [47, 48] of ZDF rats compared to normal controls. Many of these differentially expressed genes are known to be involved in multiple cell functions, including metabolism, stress response, signal transduction, regulation of transcription, cytoskeletal structure, cell adhesion, membrane proteins, receptors and others. The majority of these genes have not been related to metabolic syndrome yet, and therefore, characterization of the functional effects of these genes on the heart in metabolic syndrome is suggested in future mechanistic studies.
Our present findings showing that 25 week old male ZDF rats develop insulin resistance with hyperinsulinemia, hyperglycemia and impaired HOMA-index are in accordance with previous studies [32] [33] [34] 49, 50] . Both metabolic syndrome and type 2 diabetes mellitus are associated with insulin resistance, hyperinsulinemia and hyperglycemia. Insulin resistance has been reported to be influenced by certain genetic factors and nutrients in patients suffering from metabolic syndrome [51] . It has been proposed that myocardial SERCA2a overexpression stimulated by hyperinsulinemia plays an important role in the cardiac adaptation in ZDF animals [52] . Others have shown that GLUT4 content decreases along with the development of insulin resistance in the myocardium and other insulin sensitive tissues which might play a key role in the impaired glycemic homeostasis in metabolic syndrome [53] . Interestingly, hyperglycemia has been reported to activate p53 and p53-regulated genes involving the local renin-angiotensin system which leads to increased apoptosis of cardiomyocytes [54] . Moreover, postprandial hyperglycemia has been shown to play an important role on the onset and development of heart failure in humans [55] . Chronic hyperglycemia has been reported to enhance the vasoconstrictor response by Rho-kinase [56] . Hyperglycemia itself has been shown to increase rat aortic smooth muscle cell growth and gene expression in diabetes mellitus [57] . Some drugs e.g. statins [57] and nitrates [58] have been reported to abolish hyperglycemia induced vasoconstriction. These aforementioned studies, in agreement with our present study, suggest that metabolic serum parameters may influence cardiac gene expression pattern and may lead to functional consequences. Although we have not measured blood pressure in our study, ZDF rats are well known to develop elevated blood pressure at ages similar to that of used in the present study [59] [60] [61] In our present study, several genes related to metabolism were found to be affected in the hearts of ZDF rats as compared to controls. A group of these altered genes is involved in ketone body metabolism (down-regulation of 3-hydroxybutyrate dehydrogenase, type 1; up-regulation of 2-amino-3-ketobutyrate-coenzyme A ligase and 3-hydroxy-3-methylglutaryl-coenzyme A synthase 2). Decreased rate of ketone body oxidation and decreased activity of 3-hydroxybutyrate dehydrogenase activity in streptozotocininduced diabetic rat hearts have been shown previously [62] . In our present study, metabolic syndrome also influenced expression of genes related to metabolism of carbohydrates (down-regulation of dicarbonyl L-xylulose reductase and up-regulation of mannosyl (alpha-1,3-)-glycoprotein beta-1,4-N-acetylglucosaminyltransferase, isozyme C, pred) as well as lipids (up-regulation of acylCoA thioesterase 1 and cytosolic acyl-CoA thioesterase 1). Similarly to our present findings, gene expression of cytosolic acyl-CoA thioesterase 1 has been reported to be up-regulated by high fat diet [63] or STZ-induced diabetes [63] in the rat myocardium. A third group of differentially expressed metabolic genes in our present study (down-regulation of argininosuccinate synthetase and up-regulation of angiopoietin-like 4) in ZDF hearts is potentially regulated by oxidative and nitrosative stress which is increased in metabolic diseases e.g. hyperlipidemia [13, 40, 64] , hypertension [65] , insulin resistance [66] , diabetes mellitus [67] and in the heart of ZDF rats as shown in previous [42] as well as in the present study. High TNF-alpha concentrations [68] and insulin resistance [69, 70] in endothelial cells have been :0009987 02  cellular process  47  55,3 0,035  ACAN, ACOT1, ACOT7, ANGPTL4, APBA1, ARID2, ARNTL,  ASS1, ATF3, ATP1B4, ATP12A,BCL2A1D, BEX1, CAMK2G,  CBR1, CHRNG, COL24A1, CSGALNACT1, CTGF, DCXR,  DLG4, DUSP3, EXO1, GSTA5, HAP1, HDAC5, HEY2, HIPK2,  HMGCS2, HSPA1A, HSPA1B, HNRPLL, IRX3, LOC360228,  LOC501189, NGFR, NNAT, NTSR2, PCK2, SNED1, SPTBN2,  ST8SIA4, STRBP, TAF13, TGM1, TYMS, reported to reduce the expression of the arginine recycling enzyme, argininosuccinate synthetase. Overexpression of hepatic angiopoietin-like 4 gene has been shown in diabetic mice [71] and up-regulation of this gene has reported to be induced by fatty acids via PPAR-gamma in muscle tissue [72] . Additionally, insulin has been shown to down regulate angiopoietin-like 4 in adipocytes [73] and this down-regulation could be attenuated in insulin resistance [73] . Members of another functional gene cluster that is related to stress response showed altered expression in ZDF hearts as compared to controls in the present study (down-regulation of heat shock 70 kDa protein 1A; similar to 60 kDa heat shock protein, mitochondrial precursor; interleukin 18 and up-regulation of cold inducible RNA binding protein; glutathione S-transferase Yc2 subunit). We have previously shown that hyperlipidemia inhibits cardiac heat shock response [36] . Moreover, heat shock proteins, especially Hsp60, were found to have protective effect against cardiac oxidative and nitrosative stress [74] . According to the attenuated expression of heat shock protein 60 and 70 in our present study, metabolic syndrome with wellknown increased cardiovascular oxidative and nitrosative stress [41, 42] due to hyperlipidemia [64] , hypertension [65] and hyperglycemia [66, 67] might interfere with cardiac heat shock response. Glutathion S-transferase catalyzes the conjugation of reduced glutathione on a wide variety of substrates [75] including reactive oxygen and nitrogen species [76] . Interestingly, we have found here the overexpression of glutathione S-transferase in metabolic syndrome similarly to the up-regulation of this gene in cholesterol diet-induced hyperlipidemia in our previous study [77] . Additionally, the absence of cardiomyopathy in diabetes has been reported to be accompanied by increased glutathione S-transferase activity in rat hearts [78] . These results suggest that up-regulation of glutathione S-transferase may be an adaptive response in metabolic syndrome to antagonize elevated oxidative/nitrosative stress in the myocardium. Elevated circulating interleukin 18 levels have been reported to be associated with metabolic syndrome independent of obesity and insulin resistance [79] , however, in our present study; the myocardial gene expression of interleukin 18 was down-regulated.
In the present study, we have also shown altered expression of several genes related to signal transduction and regulation of transcription in the hearts of ZDF rats as compared to controls (e.g. down-regulation of activating transcription factor 3; sushi, nidogen and EGF-like domains 1 (insulin responsive sequence DNA binding protein-1) and up-regulation of calcium/calmodulindependent protein kinase II gamma; phospholipase A2, group VII). Interestingly, in our present study, an adaptive and oxidative stress-responsive transcription factor [80] [81] [82] , activating transcription factor 3 showed downregulation in the heart in metabolic syndrome. Although, enhanced expression of activating transcription factor 3 has been reported to play a role in diabetic angiopathy [80] , in stress-induced beta cell dysfunction [83, 84] and hepatic LDL receptor down-regulation [85, 86] , its cardiac role in metabolic syndrome has not been implicated yet. Another stress inducible and regulator gene of eicosanoid biosynthesis, the phospholipase A2, group VII gene was up regulated in our present study in ZDF rat hearts. Increase of the expression of this gene was previously shown in ZDF rats in the liver and suggested to be a factor in the development of chronic low-grade inflammation in metabolic syndrome [87] . In our present study, a regulator gene of insulin action, the insulin responsive sequence DNA binding protein-1 showed down-regulation in metabolic syndrome in ZDF rat hearts. Down-regulation of this gene has been previously shown in the liver of diabetic [88] and obese [88] rats. However, it is unclear whether decreased expression of insulin responsive sequence DNA binding protein-1 is a consequence of insulin resistance or contributes to hyperglycemic phenotype. Calcium/calmodulin-dependent protein kinase II gamma showed up-regulation in ZDF hearts in our present study. This gene was reported to potentially mediate cardiac hypertrophy in pressure overload hypertension in mouse hearts [89] . Significantly enriched gene ontology (GO) terms in the population of genes with altered expression due to metabolic syndrome. GO analysis determines the biological significance of differentially expressed genes that can be used to determine the functional classification of the genes, the expression of which have been significantly up-or down-regulated. Major functional categories of GO terms were separated by horizontal lines, subcategories are represented by level on gene tree.
In the present study, several genes related to the functional cluster of membrane proteins or receptors showed altered expression in ZDF hearts as compared to controls (e.g. down-regulation of ATPase, (Na+)/K+ transporting, beta 4 polypeptide; G protein-coupled receptor 37 and upregulation of ATPase, H+/K+ transporting, nongastric, alpha polypeptide; Huntingtin-associated protein 1). Interestingly, here we have found gene expression changes of two members of the X,K-ATP-ase family due to metabolic syndrome. Surprisingly, ATPase, (Na+)/K+ transporting, beta 4 polypeptide showed down-regulation in obese ZDF rat hearts characterized by marked hyperlipidemia in the current study, however, this gene showed up-regulation in our previous study in cholesterolinduced hyperlidemia in the rat myocardium [77] . Additionally, it has been shown in the heart of spontaneously hypertensive rats that the microsomal Na+, K(+)-ATPase activity is reduced [90] .
Another set of genes related to the functional cluster of structural proteins was found to be regulated differentially in hearts of ZDF rats as compared to controls (e.g. downregulation of myosin IXA and similar to collagen, type XXIV, alpha 1 (pred) and up-regulation of spectrin beta 3 and aggrecan 1). To our current knowledge, we are the first in the literature demonstrating cardiac gene expression changes of a novel epithelial extracellular matrix component [91] , similar to collagen type XXIV; a cell migration regulator molecule [92] , myosin IXA; a membrane stabilizer molecule [93] , spectrin beta 3 and an extracellular matrix component proteoglycan [94] , aggrecan 1, due to metabolic syndrome.
Some of the genes showing altered expression in ZDF rat hearts in the present study were not related to specific functional clusters or indicated as yet uncharacterized, predicted genes and fragments, the relevance of which should not be ignored. Many of these genes are reported for the first time in the literature to show altered expression in the heart due to metabolic syndrome including downregulation e.g. of disintegrin-like and metallopeptidse (reprolysin type) with thrombospondin type 1 motif; G protein-coupled receptor 107 (predicted); S100 calcium binding protein A3; kallikrein 14 (predicted); neuronatin; connective tissue growth factor and up-regulation e.g. of amyloid beta (A4) precursor protein-binding, family A, member 1; similar to high density lipoprotein-binding protein (predicted); cationic trypsinogen; ubiquitin carboxyterminal hydrolase L1.
In order to strengthen our results obtained by microarray analysis, and to provide some functional assessment, we have performed GO analysis on the genes showing altered expression due to metabolic syndrome. Significantly enriched GO terms were classified into three main categories including (i) cellular metabolic process, (ii) developmental process, and (iii) cellular localization. These results showed that metabolic syndrome may significantly affect several major biological processes, especially genes related to cellular metabolic processes and development (Table 5) .
Our study is not without limitations. Our results regarding altered cardiac gene expression due to metabolic syndrome are based on determinations of approximately 15000 cardiac transcript levels, however, confirmation of gene expression changes at the protein level and direct measurement of the full rat transcriptome should be performed in the future. Moreover, additional studies providing more in-depth mechanistic insight and functional assessment should be carried out. Although our study does not specify which cell type (i.e. cardiomyocyte, fibroblast, smooth muscle cell, etc.) may be responsible for the observed alterations of cardiac gene expression due to metabolic syndrome, contribution of cardiomyocytes is likely the most significant [47, 95] .
In summary, we have found that 25 weeks old male ZDF rats develop severe metabolic syndrome and we have demonstrated for the first time that metabolic syndrome is associated with profound modifications of the cardiac transcriptome. Several of the genes showing altered expression in the hearts of ZDF rats have not been implicated in metabolic syndrome previously. We conclude that metabolic syndrome alters the gene expression pattern of the myocardium which may be involved in the development of cardiac pathologies in the state of metabolic syndrome. Based on our exploratory results, future studies should be carried out to investigate the precise role of specific genes in the development of cardiac consequences of metabolic syndrome to obtain deeper mechanistic insight. 
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